Here, we report the draft genome sequences of Alternaria alternata, isolated from seedless grapes, and Alternaria arborescens and Alternaria atra, isolated from Red Delicious apples, all from the Washington, DC, area.
matching of the contigs against whole-genome sequences available in GenBank. BLAST matching of the contigs to a collection of multilocus sequence typing (MLST) genes, which included elongation factor 1 alpha, calmodulin, glyceraldehyde 3-phosphate dehydrogenase, actin, and 18S rRNA genes from 141 Alternaria species, helped identify the sequence of MOD1-FUNGI7 as Alternaria atra and confirmed the identity of the other two isolates.
Data availability. The draft genome assemblies were deposited in DDBJ/ENA/ GenBank under BioProject number PRJNA482816, and the complete genome sequences are available in GenBank under the accession numbers SJDQ00000000, SJDP00000000, and SJDO00000000. The FASTQ files are available in the SRA under the accession numbers SRS3811035, SRS3811040, and SRS3811041. The genome sequences reported in this announcement are the first versions. 
